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strategy was calculated with the program CrysAlis Pro CCD. 5 Data reduction and cell refinement was performed with the program CrysAlis Pro RED. 5 An empirical absorption correction was applied using the SCALE3 ABSPACK.
5
Structure solution and refinement (all): Crystal structures were solved by direct methods with SHELXL-97. 6 All non-hydrogen atoms were refined anisotropically. Hydrogen atoms were set in calculated positions and refined as riding atoms, with a common thermal parameter. Calculations and drawings were made with SHELXL,PARST 7 and X-Seed 8 .
The amino group in the structure of 2·ClO 4 adduct (included as Electronic Supplementary Information) exhibited disorder and was resolved in two components of ca. 50:50 occupancy.
The structure of 2·NO 3 contains large voids accessible for solvents, and indeed several peaks can be found in the difference maps. After repeated attempts, only 1/8 of hexane and 1/8 of dichloromethane molecules could be reasonably modelled and refined. Table S1 . Hydrogen bond lengths (Å) and angles (º) for the 1·ClO 4 
0. Figure S6 . View of the dimers found in the molecular structure of the 2·NO 3 adduct. #1 -x,-y,-z #2 -x+1,y+1/2,-z+3/2 #3 x-1,y-1,z #4 -x+1,y-1/2,-z+3/2 
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